We report the draft genome sequences of Vibrio fortis strains AN-60 and S7-72, which were isolated from coral (Fungia sp.) from the Andaman Sea. The genome sizes for strains AN-60 and S7-72 are 5.43 and 5.53 Mb, respectively. Both strains harbor genes associated with protocatechuate and azathioprine degradation and the sulfate reduction pathway.
T he genus Vibrio consists of a large number of species, including species commensal and pathogenic to several marine organisms (1) . Vibrio fortis is a facultatively anaerobic, nonswarming, slightly curved bacterium. This bacterium was first isolated from aquatic animals and the marine environment (2) . Studies have reported Vibrio fortis strains causing disease in seahorses and sea urchins (3, 4) . To date, the wholegenome sequence of only one Vibrio fortis strain has been reported (4) . As a result, limited information is available for understanding the evolution, ecology, and pathogenicity of this bacterium.
Bacterial strains used in this study were isolated from corals from the Andaman Sea. The collection of coral samples, isolation of bacteria, and growth conditions were described earlier (5) . Genomic DNA was isolated using the QIAamp DNA minikit (Qiagen, Germany). The quality (A 260 /A 280 ratio) and concentration of DNA were determined using a NanoDrop 8000 UV-visible spectrophotometer and a Qubit 2.0 fluorometer (Thermo Fisher Scientific, USA), respectively. DNA was sheared to an average length of 10 kb using a g-TUBE device, according to the manufacturer's protocol (Covaris, Woburn, MA, USA). Fragmented DNA was used for SMRTbell library preparation, as recommended by the manufacturer. The quantity and quality of the SMRTbell libraries were evaluated using a high-sensitivity double-stranded DNA kit with the Qubit fluorometer and a DNA 12000 kit with a 2100 bioanalyzer (Agilent, Santa Clara, CA, USA), respectively. Sequencing was performed with the PacBio Sequel sequencing system (Pacific Biosciences, USA).
De novo genome assembly of PacBio reads was performed with the Canu 1.3 assembler (https://github.com/marbl/canu) (parameters were as follows: correct; p, bacteria; meryl-Memory, 15; batThreads, 12; stopOnLowCoverage , 100; genomeSize, 5.2m) (6) . The scaffolding was performed using the Single Molecular Integrative Scaffolding (SMIS) pipeline (https://github.com/fg6/smis) (parameters were as follows: score, 50; len, 2,000; step, 200; contig, 3,000; edge, 5). Finally, the gaps were filled using PBJelly (parameters were as follows: minMatch, 8; minPctIdentity, 70; bestn, 1; nCandidates, 10; maxScore, 500; nproc,8;noSplitSubreads) (7) .APerlscript(https://github.com/tomdeman-bio/Sequencescripts/blob/master/calc_N50_GC_genomesize.pl) was used to calculate the statistical elements of the assembled genome ( Table 1 ). The draft genomes were annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP version 4.9) (8). The final draft genome assemblies of strains AN-60 and S7-72 are summarized in Table 1 . Putative pathways in the bacterial genomes were identified by using a KEGG pathway analysis tool (9) . The Clusters of Orthologous Groups (COG) functional categories of the predicted protein-coding genes were identified using the Perl script cdd2cog (https://github.com/aleimba/bac-genomics-scripts/tree/master/cdd2cog) (10) .
For identification of the strains, 16S rRNA gene sequence analysis was performed, and the results were compared with the EzBioCloud database (11) . Strain AN-60 showed 99.86% and strain S7-72 showed 99.73% 16S rRNA gene sequence similarity to Vibrio fortis LMG21557 T . In addition, the average nucleotide identity (ANI) with reference Vibrio fortis strain Dalian14 was determined using the JSpeciesWS server (12) . The ANIs of strains AN-60 and S7-72 with the reference strain were above the threshold value of 96%, indicating that the strains represented the same species of Vibrio fortis. COG functional analysis revealed that the genomes of strains AN60 and S7-72 contained genes involved in coenzyme transport and metabolism (1.34% and 3.40%, respectively), ribosomal structure and biogenesis (3.99% and 4.18%, respectively), replication, recombination, and repair (3.48% and 4.95%, respectively), and cell motility (2.59% and 3.26%, respectively). Further, putative genes or gene clusters for protocatechuate and azathioprine degradation and sulfate reduction pathways were found in the genomes. Thus, the genomic information for strains AN-60 and S7-72 might facilitate an understanding of the degradation of various aromatic and toxic compounds by marine Vibrio spp.
Data availability. The whole-genome shotgun sequences of strains AN60 and S7-72 have been deposited in DDBJ/ENA/GenBank under accession numbers VWSE00000000 and VXDD00000000, respectively. SRA data are available in the NCBI SRA database under accession numbers SRR10194532 and SRR10194576, respectively. 
